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Figure 7 



Cocion usage for yeast (highly expressed) genes 
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Figure 8 

Codon usage for Drosophila (highly expressed) genes 
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Figure 8 (continued) 
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Figure 9 

Codon usage for enteric bacterial (highly expressed) genes 7/l f V83 
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Figure 9 (continued) 
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Figure 10 

Chromosomal .localization of genes of the FGF family in lii.nn.in 
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Hun^n FGF- I 5 gene ha? not been identified. The 1. oca hi za t i on of 
human FG F - 1 6 q e n e 1 1 a s no t b e en r 1 e t e i; n 1 1 n e d . 
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Figure 12 
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